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Whole Genome Sequence (WGS) DNBSEQ T10 / NovaSeq 6000 FASTQ, Data QC
Whole Genome Methylation Sequence (WGMS)*| DNBSEQ T10 / NovaSeq 6000 FASTQ, Data QC
Whole Exome Sequence (WES) DNBSEQ T7 FASTQ, Data QC
RNA-seq DNBSEQ T7 FASTQ, Data QC
Single cell RNA-seq (scRNA-seq) 51735 — DNBSEQ-T7 (PE100) FASTQ, Data QC
SATS)—RABREHT T DNBSEQ T10, T7, G400, NovaSeq 6000 | FASTQ, Data QC
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Whole Genome Sequence (WGS) VCF/gVCF (SNPs & InDels), BAM, FASTQ, Data QC

Whole Genome Methylation Sequence (WGMS)*| Methylation Extracted Report, BAM, FASTQ, Data QC

Whole Exome Sequence (WES) VCF/gVCF (SNPs & InDels), BAM, FASTQ, Data QC
RNA-seq Gene Count Matrix, BAM, FASTQ, Data QC
Single cell RNA-seqg (scRNA-seq) BAM, Gene Count Matrix, FASTQ, Data QC
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